Supplementary Figure 1.
Distribution of mutations throughout the directed evolution process. The X-ray structure of Lov9 variant (monomer) has been used as the template to map the mutations. Residues mutated at each round are shown in different colors. The active site catalytic triad is shown in red.
Supplementary Figure 2:
Maps of the mutations located on the surface of LovD9. 18 mutations are located on the surface of the protein, exposed to the solvent. 8 mutations along the rim region of LovD are presumably responsible for attenuating its interaction with the ACP domain. 1.3 1.0 * One crystal for each structure was used for data collection and structure determination. *Highest-resolution shell is shown in parentheses.
Supplementary

Supplementary Figure 3:
A stereo ribbon diagram showing the overall structures of LovD9 (a) and LovD6 (b). The magentas sticks show the mutations introduced during directed evolution. Both structures displayed the expected α/β hydrolyase fold, which consist of a central sevenstranded antiparallel β-sheet flanked by α-helices on either side. S164G is not shown due to disorder in LovD6; I4N, A9V, A261H are not shown in LovD9. 
